a b s t r a c t
The data presented here are related to the research article entitled "Loss of Eed leads to lineage instability and increased CD8 expression of mouse CD4 þ T cells upon TGFβ signaling" [1] . The 
Specifications Table

Subject area
Immunology and Molecular Biology More specific subject area
Differentiation of T-helper subsets
Type of data Graphs and flow cytometry plots. -Expression of CD4 and CD8α on ΔEed T cells treated with varying doses, or differing time windows, of TGFβ.
-Expression of genes encoding PRC2 subunits after TGFβ treatment.
Data source location
Toho University School of Medicine, Tokyo, Japan
Data accessibility Data are within this article.
Value of the data
The data show the limited capability of ΔEed CD4 þ T cells to differentiate toward the The data show that the mRNA levels of Eed and Ezh2 changes in the presence of TGFβ upon activation.
Data
The expression of Foxp3 in TGFβ-stimulated wild type and ΔEed CD4 þ cells in the presence of RA and/or anti-IFNγ are shown in Fig. 1 . The response of ΔEed CD4 þ T cells to different concentrations of TGFβ, or to TGFβ added in different time windows after anti-CD3/anti-CD28 activation, are shown in Fig. 2 . The changes in the expression level of Eed and Ezh2 after anti-CD3/anti-CD28 activation in the presence or absence of TGFβ, measured by qPCR, are presented in Fig. 3 .
Experimental design, materials and methods
Cell isolation, cell culture, and flow cytometry
Detailed procedures and used reagents are as previously described [1] . 
Quantitative PCR
Detailed procedures of RNA isolation, cDNA synthesis and qPCR are as previously described [1] . The sequences of primers used in this study are: Eed forward; gttgagcagcgacgagaacag, Eed reverse; gtgccactctcaatactgacag, Ezh2 forward; actgctggcaccgtctgatg, Ezh2 reverse; tcctgagaaataatctccccacag.
Statistical analysis
Data were analyzed using a two-tailed, paired Student t-test where appropriate. 
